Key indicators: single-crystal X-ray study; T = 293 K; mean (C-C) = 0.002 Å; R factor = 0.047; wR factor = 0.143; data-to-parameter ratio = 14.4.
The title compound, C 20 H 16 N 6 , is centrosymmetric with the mid-point of the N-N bond located on an inversion center. The imidazole ring is oriented at a dihedral angle of 28.03 (6) with respect to the attached benzene ring. In the crystal, molecules are linked via C-HÁ Á ÁN interactions.
Related literature
For a related compound, see: Chen et al. (2005) . 118 parameters H-atom parameters constrained Á max = 0.12 e Å À3 Á min = À0.17 e Å À3 Table 1 Hydrogen-bond geometry (Å , ).
Symmetry codes: (i) Àx À 1 2 ; y þ 1 2 ; Àz þ 3 2 ; (ii) x þ 1 2 ; Ày þ 1 2 ; z À 1 2 .
Data collection: RAPID-AUTO (Rigaku, 1998) ; cell refinement: RAPID-AUTO; data reduction: CrystalClear (Rigaku/MSC, 2004); program(s) used to solve structure: SHELXS97 (Sheldrick, 2008) ; program(s) used to refine structure: SHELXL97 (Sheldrick, 2008); molecular graphics: SHELXTL (Sheldrick, 2008) ; software used to prepare material for publication: SHELXL97. supplementary materials Acta Cryst. (2012) . E68, o1949 [doi:10.1107/S160053681202291X]
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Comment
The molecular structure of the title compound is illustrated in Fig. 1 . The molecular structures is central symmetry. The bond lengths and bond angles in are within normal ranges. The N3-N3 bond length of 1.423 (3)%A is a slightly smaller than the normal length. The N3-C10 bond length is 1.273 (2)%A. The dihedral angle between the imidazole and benzene rings is 28.03 (6) Å
Experimental
Hydrazine monohydrate (20 mmol, 1.08 g) and 4-imidazole benzaldehyde (40 mmol, 6.88 g) were dissolved in ethanol and the solution was refluxed for 2 h. After evaporation, a crude product was recrystallized twice from DMF and methanol to give a pure pale yellow product (Chen et al., 2005) . Yield: 85.2%. Calcd. for C 20 H 20 N 6 : C, 69.75; H, 5.85; N, 24.40; Found: C, 69.88; H, 5.73; N, 24.67%.
Refinement
All H atoms were placed in geometrically idealized positions and constrained to ride on their parent atoms (C-H = 0.93 Å) and U iso (H) values equal to 1.2U eq (C).
Computing details
Data collection: RAPID-AUTO (Rigaku, 1998) ; cell refinement: RAPID-AUTO (Rigaku, 1998) ; data reduction:
CrystalClear (Rigaku/MSC, 2004) ; program(s) used to solve structure: SHELXS97 (Sheldrick, 2008) ; program(s) used to refine structure: SHELXL97 (Sheldrick, 2008) ; molecular graphics: SHELXTL (Sheldrick, 2008) ; software used to prepare material for publication: SHELXL97 (Sheldrick, 2008) .
Figure 1
The structure of the title complex, showing 30% probability displacement ellipsoids and the atom-numbering scheme. Refinement. Refinement of F 2 against ALL reflections. The weighted R-factor wR and goodness of fit S are based on F 2 , conventional R-factors R are based on F, with F set to zero for negative F 2 . The threshold expression of F 2 > σ(F 2 ) is used only for calculating R-factors(gt) etc. and is not relevant to the choice of reflections for refinement. R-factors based on F 2 are statistically about twice as large as those based on F, and R-factors based on ALL data will be even larger. Symmetry codes: (ii) −x−1/2, y+1/2, −z+3/2; (iii) x+1/2, −y+1/2, z−1/2.
Fractional atomic coordinates and isotropic or equivalent isotropic displacement parameters (Å 2 )

